Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; disorder in main residue; R factor = 0.051; wR factor = 0.171; data-to-parameter ratio = 12.0.
The title compound, C 10 H 16 N 4 , crystalizes with two molecules (A and B) in the asymmetric unit in which the dihedral angles between the piperidine and pyrimidine rings are 47.5 (1) and 10.3 (1) . The four C atoms of the pyrimidine ring in one of the molecules are disordered over two sets of sites with occupancy factors 0.508 (11):0.492 (11). In the crystal, the A molecules are linked to one another through N-HÁ Á ÁN hydrogen bonds, generating R 2 2 (8) ring patterns and forming inversion dimers. These dimers are further connected on either side to a B molecule through pairs of N-HÁ Á ÁN hydrogen bonds, resulting in a tetrameric unit.
Related literature
For background to pyrimidine derivatives and their biological activity, see: Patel et al. (2003) and for a related structure see: Sreenivasa et al. (2012) . For hydrogen bond motifs, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry code: (i) Àx þ 1; Ày þ 2; Àz.
Data collection: APEX2 (Bruker, 2004); cell refinement: APEX2 and SAINT-Plus (Bruker, 2004) ; data reduction: SAINT-Plus and XPREP (Bruker, 2004); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 2012); software used to prepare material for publication: SHELXL97. Crystal packing of the title compound with hydrogen bonds drawn as dashed lines. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figure 1

4-Methyl-6-(piperidin-1-yl)pyrimidin-2-amine
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0565 (9) 0.0569 (9) 0.0578 (9) −0.0122 (7) 0.0157 (7) −0.0061 (7) N1 0.0557 (9) 0.0573 (9) 0.0586 (9) −0.0092 (7) 0.0170 (7) −0.0045 (7) N6 0.0722 (11) 0.0659 (10) 0.0625 ( 0.0715 (13) 0.0561 (11) 0.0553 (11) −0.0114 (9) 0.0257 (10) −0.0069 (9) C3 0.0682 (12) 0.0600 (12) 0.0760 (13) −0.0113 (9) 0.0260 (10) −0.0174 (10) C2 0.0543 (10) 0.0578 (11) 0.0660 (12) −0.0095 (9) 0.0143 (9) −0.0046 (9) C14 0.0727 (13) 0.0650 (12) 0.0512 (11) −0.0045 (10) 0.0228 (10) 0.0006 (9) C4 0.0548 (11) 0.0660 (12) 0.0611 (11) −0.0064 (9) 0.0169 (9) −0.0076 (10) 
